ABSTRACT We report here the genome sequences of two bacteriophages of the Bacillus cereus group, DirtyBetty and Kida. These bacteriophages are double-stranded DNA-containing Myoviridae isolated from soil samples using Bacillus thuringiensis subsp. kurstaki as their host bacteria.
conserved in these phages and other closely related cluster C1 phages, this group also contains a large set of conserved proteins with no identifiable homologs outside this group, providing a rich data set for determination of gene essentiality and function. Accession number(s). The complete genome sequences of the Bacillus phages DirtyBetty and Kida are available in GenBank under accession numbers KX349903 and KX349902, respectively.
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